Figure 1 

Map of Human CD20/IgE-Receptor Like cDNA (SEQ ID NO: 1) 
Amino Acid Sequence (SEQ ID NO : 2 ) 
( Agp-96614-al ) 
(CD2 0RP2) 



1 TTCCAGTGCTCCAGGCAGCCTCAGCACAAGAAAAGAACATGGTCTAGACTGAAGTACCAA 60 

61 CTAAATCATCTCCTTTCAAATTATCACCGACACCATCATGGATTCAAGCACCGCACACAG 12 0 

1 MDSSTAHS 8 

121 TCCGGTGTTTCTGGTATTTCCTCCAGAAATCACTGCTTCAGAATATGAGTCCACAGAACT 18 0 

9 PVFLVFPPEITASEYESTEL 28 

181 TTCAGCCACGACCTTTTCAACTCAAAGCCCCTTGCAAAAATTATTTGCTAGAAAAATGAA 240 

29 SATTFSTQSPLQKLFARKMK 48 

241 AATCTTAGGGACTATCCAGATCCTGTTTGGAATTATGACCTTTTCTTTTGGAGTTATCTT 300 

49 ILGTIQILFGIMTFSFGVIF 68 

301 CCTTTTCACTTTGTTAAAACCATATCCAAGGTTTCCCTTTATATTTCTTTCAGGATATCC 360 

69 LFTLLKPYPRFPFI FLSGYP 88 

361 ATTCTGGGGCTCTGTTTTGTTCATTAATTCTGGAGCCTTCCTAATTGCAGTGAAAAGAAA 42 0 

89 FWGSVLFINSGAFLIAVKRK 108 

421 AACCACAGAAACTCTGATAATATTGAGCCGAATAATGAATTTTCTTAGTGCCCTGGGAGC 4 80 

109 TTETLIILSRIMNFLSALGA 128 

4 81 AATAGCTGGAATCATTCTCCTCACATTTGGTTTCATCCTAGATCAAAACTACATTTGTGG 54 0 

129 IAGI ILIiTFGFILDQNYICG 148 

541 TTATTCTCACCAAAATAGTCAGTGTAAGGCTGTTACTGTCCTGTTCTTGGGAATTTTGAT 600 

149 YSHQNSQCKAVTVLFLGILI 168 

601 TACATTGATGACTTTCAGCATTATTGAATTATTCATTTCTCTGCCTTTCTCAATTTTGGG 660 

169 TLMTFSIIELFISLPFSILG 188 

661 GTGCCACTCAGAGGATTGTGATTGTGAACAATGTTGTTGACTAGCACTGTGAGAATAAAG 72 0 

189 CHSEDCDCEQCC* 201 



721 ATGTGTTAAAATCTCAAAAAAAAAAAAAAAAAAAAAAAAA 76 0 
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Figure 2 

Map of Human CD20/IgE-receptor Like cDNA (SEQ ID NO: 3) and 
Amino Acid Sequence (SEQ ID NO: 4 ) 
( Agp-69406-al ) 
(CD20RP1) 

1 GGCAGGAACAGCCAGTGGGAGGTTCCAGCTGAGCGCTCCCCAGAGGTGAGCTGATCCCCA 6 0 

61 GCCACAGCACACAGGACCAGGCTGCGAGAACAGCATCATCAGCATCATGCTATTACAATC 12 0 

1 M L L Q S 5 

121 CCAAACCATGGGGGTTTCTCACAGCTTTACACCAAAGGGCATCACTATCCCTCAAAGAGA 18 0 

6 QTMGVSHSFTPKGITIPQRE 25 

181 GAAACCTGGACACATGTACCAAAACGAAGATTACCTGCAGAACGGGCTGCCAACAGAAAC 24 0 

26 KPGHMYQNEDYLQNGLPTET 45 

241 CACCGTTCTTGGGACTGTCCAGATCCTGTGTTGCCTGTTGATTTCAAGTCTGGGGGCCAT 3 00 

46 TVLGTVQILCCLLISSLGAI 65 

301 CTTGGTTTTTGCTCCCTACCCCTCCCACTTCAATCCAGCAATTTCCACCACTTTGATGTC 3 6 0 

66 LVFAPYPSHFNPAISTTLMS 85 

3 61 TGGGTACCCATTTTTAGGAGCTCTGTGTTTTGGCATTACTGGATCCCTCTCAATTATCTC 42 0 

86 GYPFLGALCFGITGSLSIIS 105 

421 TGGAAAACAATCAACTAAGCCCTTTGACCTGAGCAGCTTGACCTCAAATGCAGTGAGTTC 480 

106 GKQSTKPFDLSSLTSNAVSS 125 

481 TGTTACTGCAGGAGCAGGCCTCTTCCTCCTTGCTGACAGCATGGTAGCCCTGAGGACTGC 540 

126 VTAGAGLFLLADSMVALRTA 145 

541 CTCTCAACATTGTGGCTCAGAAATGGATTATCTATCCTCATTGCCTTATTCGGAGTACTA 60 0 

146 SQHCGSEMDYLSSLPYSEYY 165 

601 TTATCCAATATATGAAATCAAAGATTGTCTCCTGACCAGTGTCAGTTTAACAGGTGTCCT 660 



166 



186 



185 



661 AGTGGTGATGCTCATCTTCACTGTGCTGGAGCTCTTATTAGCTGCATACAGTTCTGTCTT 720 



205 



721 TTGGTGGAAACAGCTCTACTCCAACAACCCTGGGAGTTCATTTTCCTCGACCCAGTCACA 7 8 0 

206 WWKQLYSNNPGSSFSSTQSQ 225 

7 81 AGATCATATCCAACAGGTCAAAAAGAGTTCTTCACGGTCTTGGATATAAGTAACTCTTGG 84 0 

226 DHIQQVKKSSSRSWI* 241 

841 CCTCAGAGGAAGGAAAAGCAACTCAACACTCATGGTCAAGTGTGATTAGACTTTCCTGAA 90 0 

901 ATCTCTGCCATTTTAGATACTGTGAAACAAACTAAAAAAAAAAGCTTTTGTTTTGTATTT 96 0 

961 GAAAAAAAAAAAAAAAAAAAAA 982 



40 



